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Obtaining functional regions 
(transcription sites, binding 
sites, origin of replication, 
chromatin modification 
sites) . 
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Design a WGSA for at least 
1000 SNPs in the functional 
regions 
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Genotyping SNPs in the 
functional regions 
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FIGURE 1 



Obtaining regions that may 
be related to a trait by 
association or linkage 
studies 
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Obtaining functional 
sequences within the 
regions 
(transcription sites, binding 
sites, origin of replication, 
chromatin modification 
sites) 
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Determining sequence 
variation in functional 

regions 
Typically, at least 5000 
SNPs 
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FIGURE 2 



